Primer Sequences. Locus BFRO010: Fam-5′-GGACG-GAGCCAGCATCAC-3′ and 5′-GATTTCATAATCAGG-TCAATAGTCAT-3. Locus BFRO011: Hex-5′-CATGGTTGATTGTGGGGGGA-3′ and 5′-AACATCCT-TACGCCCTAGCA-3′.
Method of Detection. Polymerase chain reaction was
carried out in a 10-L reaction containing 50 ng of genomic DNA, .25 M each primer, .2 mM dNTP, .5 U of Taq polymerase (PE Biosystems), 1.5 mM MgCl 2 , 20 mM Tris-HCl, and 50 mM KCl. Thermal cycling reaction was performed in an MJ Research PTC-100 Thermal Cycler under the following conditions: 3 min at 94°C followed by 30 cycles of 94°C for 1 min, 55°C for 20 s, and 72°C for 5 s. The PCR products were mixed with formamide and GENESCAN-350 (TAMRA) Size Standard (PE Biosystems) and genotyped with an ABI Prism 310 Genetic Analyser using GeneScan Analysis Software 2.1 (PE Biosystems).
Description of Polymorphism. The markers BFRO010
and BFRO011 were tested on the material sampled from two geographically remote populations of grayling (i.e., Adriatic and Danubian). Despite the geographical separation of the Adriatic and Danubian river systems, the Danubian type of grayling is also present in the Adriatic river system as a consequence of recent stocking (Voljč and Ocvirk, 1982) . Four alleles were found at each locus (Figure 1) . The observed frequencies of these alleles, heterozygosity, and polymorphism information content (PIC) values (Botstein et al., 1980) are given in Table 1 . The alleles 205 at BFRO010 and 93 and 100 at BFRO011 were found only in the Adriatic grayling population, indicating a genetic difference between the Danubian and Adriatic graylings (χ 2 BFRO010
= 35.71, P < .001; χ 2 BFRO011 = 37.96, P < .001). These results confirm our previous findings (Snoj et al., 1999) .
Comments. The PCR using either of each primer pairs failed to amplify genomic DNA from brown trout (Salmo trutta). 
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